Figure S1. Structural organisation of DfKNOX genes. (A) Schematic representation of DfKNOX genes showing the conserved MEINOX (KNOX1 and KNOX2, light grey), ELK (black) and Homeodomain (dark grey) encoding regions. The total size of each clone is indicated in parentheses. (B) Alignment of DfKNOX proteins and the conserved domains. Black boxes indicate identical residues. Grey boxes indicate similar residues. The lines above the sequence mark the KNOX1, KNOX2, GSE box, ELK and homeodomain.
. Circuclar phylogram of the NJ tree in Fig. 2 comparing DfKNOX proteins and their relatives in the class I KNOX group showing proportional branch lengths.
Bootstrap values are indicated above the nodes. Figure S3 . In four independent 35S::DfKN2 tobacco lines the presence of the T-DNA was confirmed by PCR using genomic DNA template (A) and constitutive expression assayed by RT-PCR (B) . In transgenic tobacco control lines the presence of the empty 35S CaMV T-DNA was confirmed by PCR using genomic DNA template (C). 
